Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.039; wR factor = 0.098; data-to-parameter ratio = 13.8.
In the title compound, C 14 H 21 NO 4 S, the O-S-O angle is 120. 06 (11) , with the S atom adopting a distorted tetrahedral geometry. In the crystal, N-HÁ Á ÁO hydrogen bonds connect the molecules along the a axis, generating an infinite chain. The disordered C atoms of the isobutyl group were refined with the C-C distances restrained to 1.52 (1) Å and the occupancy ratio refined to 0.504 (3):0.496 (3).
Related literature
For related structures, see: Arshad et al. (2010 Arshad et al. ( , 2012 .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Comment
We report the crystal structure of title compound in continuation to our work on synthesis of sulfonamide derived from amino acids (Arshad et al., 2010; Arshad et al., 2012) .
The methylester moiety (C7/C8/O3/O4/C9/C10) is almost planer with r. m. s. deviation of 0.0113 (2) Å and is oriented at dihedral angle of 21.37 (13)° with respect to the aromatic ring (C1-C6). The S atom adopts a distorted tetrahedral geometry and the bond angles are in comparison with the already published compound 4-methyl-2-(2-nitrobenzenesulfonamido)pentanoic acid (Arshad et al., 2012) . The crystal structure shows intermolecular N-H···O hydrogen bonds connecting the molecules to a chain running along the a axis (Table. 1 
Refinement
The early refinement showed that there are two conformations of isobutyl moiety (C11-C14). These were refined anisotropically with distance restraint and the occupancy ratio was found 0.504 (3):0.496 (3).
The H-atoms were positioned geometrically (C-H = 0.93-0.98 Å, N-H = 0.86 Å) and refined as riding with U iso (H) = kU eq (C, N), where k = 1.5 for methyl and k = 1.2 for all other H-atoms. The labelled molecular structure of (I) with 50% displacement ellipsoids. ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
